Key indicators: single-crystal X-ray study; T = 298 K; mean (C-C) = 0.003 Å; R factor = 0.052; wR factor = 0.172; data-to-parameter ratio = 16.5.
Related literature
For related papers, see : Wang et al. (2008) ; Khan et al. (1993) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ).
Symmetry code:
Data collection: SMART (Bruker, 1997 ); cell refinement: SAINT (Bruker, 1997); data reduction: SAINT; program(s) used to solve structure: SHELXTL (Sheldrick, 2008 ); program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL; software used to prepare material for publication: SHELXTL and local programs.
Supplementary data and figures for this paper are available from the IUCr electronic archives (Reference: AT2614). Fig. 1 shows the molecular structure of the title compound and the all of non-hydrogen atoms define a plane with a maximum deviation of 0.1256 (16) Å for atom C4. There is a weak π-π stacking interaction involving symmetry-related pyrazine rings, which resulted in the formation of a dimer of two neighbor molecules, and the relevant distances being (ii) x, 1-y,-1/2+z] hydrogen bond and it give rise a one-dimensional zigzag chain along c axis as shown in Fig. 2 (Table 1) .
-(2-pyrazyl) dioxime (0.3720 g, 1.92 mmole) was dissolved in 20 ml solution containing 10 ml chloroform and 10 ml me thanol, and the colorless single crystals were obtained after the solution had been allowed to stand at room temperature for a month.
Refinement
Oxygen-bound H atom was located in a difference Fourier map, and refined as riding in its as found position with O-H = 0.81 Å, U iso (H) = 1.5U eq (O). Other H atoms were placed in calculated positions (C-H = 0.96 Å for methyl group and C-H = 0.93 Å for pyrazinyl H atoms) and refined as riding with U iso = 1.5U eq (C) for methyl H and U iso = 1.2U eq (C)
for pyrazinyl H atoms.
Figures Fig. 1 . Structure of title compound with the atom-numbering scheme. Displacement ellipsoids are drawn at the 30% probability level.
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